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Human enterovirus 71 (HEV71), a member of the human enterovirus A species of the family *Picornaviridae*, is an emerging pathogen that has recently become a serious health threat in the Asia-Pacific region. Although infection normally causes mild illness that is often undiagnosed, HEV71 has emerged as the dominant cause of large outbreaks of hand, foot, and mouth disease (HFMD) and can cause serious central nervous system infections leading to aseptic meningitis and encephalitis with a very high mortality.

A pattern of increased epidemic activity and endemic circulation of HEV71 has been observed in the region since 1997 and is associated with the regular emergence of new genetic lineages of HEV71. Genogroup A is represented by a single virus strain, the prototype HEV71 isolate *BrCr*, isolated in the United States in 1969 ([@B1]). The genogroup B lineages B1 and B2 circulated between 1970 and 1990 ([@B2]), and B3 through B5 have emerged in Southeast Asia since 1997 ([@B3]). A progenitor lineage, B0, has recently been proposed to describe isolates that circulated in Europe between 1963 and 1967 ([@B4]). Among the genogroup C lineages, C1 replaced B as the dominant genotype in Europe and America from 1987, C2 emerged in 1995, and C3 through C5 have been involved in epidemic activity in Southeast Asia since 1997 ([@B5], [@B6]). Genogroup D emerged as a single virus strain isolated in India in 2002 ([@B7]).

In 2006, Brunei reported its first major outbreak of HEV71 infection, which was associated with fatalities from neurologic complications. More than 1,681 children were affected, with 3 deaths resulting from severe neurologic disease ([@B8]). In this study, we performed complete genome sequencing of the HEV71 strain BRU-2006-35334, isolated from a patient with uncomplicated HFMD in Brunei during the 2006 outbreak.

The clinical isolates were initially plaque purified and propagated in RD cells up to at least five passages for amplification and sequencing. Fifteen synthetic oligonucleotide primer pairs were designed to amplify overlapping fragments that span the whole genome of HEV71, based on the alignment of available full-length sequences of different HEV71 genogroups. Full-length sequence assembly was performed using Sequencher version 4.7 (Gene Codes Corporation). The BRU-2006-35334 genome was found to be 7,412 nucleotides (nt), excluding the poly(A) tail. The 5′ untranslated region (5′ UTR) was found to be 747 nt, followed by an open reading frame (ORF) consisting of 2,194 codons, encoding a polyprotein, and a 3′ UTR that was 83 nt long. Phylogenetic analysis of the complete genome sequence of HEV71 clustered BRU-2006-35334 into subgenogroup B5.

Brunei is surrounded entirely by the East Malaysian state of Sarawak. Sarawak has experienced HEV71 outbreaks every three years (1997, 2000, and 2003), caused by the B3, B4, and B5 subgenogroups, respectively ([@B9]). All B5 subgenogroup isolates reported seem to have diverged from an ancestral strain, 5511-SIN-00, isolated in Singapore as early as 2000 ([@B9]). Subsequently, subgenogroup B5 emerged in Japan ([@B10]) and Sarawak ([@B9]) before appearing in Peninsular Malaysia and Brunei in 2006.
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The full-length sequence of the HEV71 subgenogroup B5 isolated in Brunei in 2006 has been deposited in GenBank under accession number [JN992282](JN992282).
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